Introduction: Radiation-induced meningiomas (RIMs) are increasing in prevalence as cancer patients live longer. Our laboratory has demonstrated that RIMs have a unique genomic landscape compared to sporadic meningiomas. Notably, a subset of RIMs harbor genomic rearrangement resulting in NF2 gene fusion with a nonrecurrent reciprocal gene. We aimed to compare the gene expression of NF2-Fusion and NF2-Wild Type (NF2-WT) RIMs. Methods: RNA sequencing using Illumina HiSeq was performed on 7 NF2-Fusion and 12 NF2-WT RIMs. Short read sequences obtained from sequencing were mapped to reference human genome(hg19). We performed differential expression analysis using edgeR statistical packages. Pathway analysis was performed using Gene Set Enrichment Analysis (GSEA) 
